Key indicators: single-crystal X-ray study; T = 150 K; mean (C-C) = 0.002 Å; disorder in main residue; R factor = 0.039; wR factor = 0.105; data-to-parameter ratio = 13.0. 9,9-Dioctyl-2,7-bis(4,4,5,5-tetramethyl-1,3,2-dioxaborolan-2-yl)-9H-fluorene E. Gagnon and D. Laliberté
In the title molecule, C 41 H 64 B 2 O 4 , the fluorene unit is essentially planar and the two octyl chains attached to the central C atom inhibit the molecule from engaging in intermolecular aromatic interactions. One of the octyl chains adopts a fully extended conformation, whereas the second incorporates a single gauche conformation. Of the two pinacolatoboronate groups attached at the 2,7-positions, one is partly disordered; one ring C atom and all four methyl groups are disordered equally over two positions.
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Special details
Experimental. X-ray crystallographic data for the title compound were collected from a single-crystal sample, which was mounted on a loop fiber. Data were collected using a Bruker Microstar diffractometer equiped with a platinum-135 CCD detector, Helios optics and a Kappa goniometer. The crystal-to-detector distance was 4.0 cm, and the data collection was carried out in 512 x 512 pixel mode. The initial unit-cell parameters were determined by a least-squares fit of the angular setting of strong reflections, collected by a 10.0 degree scan in 33 frames over three different parts of the reciprocal space (99 frames total). Due to geometrical constraints of the instrument and the use of copper radiation, we consistently obtain a data completeness lower than 100% depending on the crystal system and the orientation of the mounted crystal, even with appropriate data collection routines.
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